75/75 words) bla KPC , encoding one of five dominant global carbapenemase families, is increasingly identified in environmental species difficult to characterize using routine diagnostic methods, with epidemiological and clinical implications. During environmental hospital infection prevention and control investigations (Manchester, UK) we used whole genome sequencing to confirm species identification for isolates infrequently associated with bla KPC and/or difficult to classify by MALDI-ToF. Four previously undescribed bla KPC -carrying species were identified from the hospital environment, including a putative, novel Enterobacter species.
We compared the genomes of these four isolates with those of closely related species 6 4 (n=34) using a core/pan-genome approach (ROARY) [15] , and including only those 6 5
sub-groups with a core genome >200 core genes. For this analysis, contigs of plasmid 6 6 origin (high sequence similarity with plasmids in the NCBI nr database) were 6 7 excluded. A maximum likelihood phylogeny from core genome alignments was 6 8
reconstructed; the core genome phylogenies ( Figure 1 ) concurred with the ANI results 6 9
and highlighted inconsistencies in traditional taxonomic assignations that are likely to isolates. Of particular concern is the organism's innate resistance to parabens, reservoirs and transmission dynamics of this resistance gene family, assessing the 9 4 pathogenic potential of these organisms, and for accurate susceptibility testing in 9 5
isolates that have the potential to become clinically relevant. Although WGS is not can also be hampered by incomplete reference genome databases, which is being 
